. Interface residues on the lectin protein dimer structure (PDB code: 1KJ1). The interface area was defined by the area of the accessible surface on both partners that becomes inaccessible to solvent due to protein-protein interactions. The conservation scores were calculated by ConSurf program. 
Chain Residue Conservation Chain Residue Conservation
The mannose (MAN) specific binding residues are identified by using LigPlus. The left column shows the mannose interacts with only one chain (Chain A or Chain D). The right column shows the mannose interacts with both chain A and Chain D. The residues at interface area are labeled with *. 
